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ABSTRACT The draft genome sequences of 5 type strains of species of the halophilic
genus Salinivibrio and 29 new isolates from different hypersaline habitats belonging
to the genus Salinivibrio have been determined. The genomes have 3,123,148 to
3,641,359 bp, a GC content of 49.2 to 50.9%, and 2,898 to 3,404 open reading frames
(ORFs).
The genus Salinivibrio, within the class Gammaproteobacteria, family Vibrionaceae,currently includes four species, one of them with three subspecies. Members of this
genus are moderately halophilic bacteria, growing in the presence of 0 to 25% NaCl,
and inhabit salted meats, brines, and hypersaline environments (saline lakes and
salterns) (1–6). The members of the genus Salinivibrio grow optimally at ca. 7.5% NaCl,
37°C (range, 17 to 55°C), and pH 7.5 (range, pH 5 to 11). Therefore, they have developed
cellular mechanisms to thrive under extreme conditions, such as high salt concentra-
tions, alkaline pH values, UV radiation, or the presence of arsenic and other metals (3,
7, 8). Salinivibrio costicola subsp. costicola is considered a representative model for
studies on moderately halophilic bacteria, and it has been used for osmoregulation and
other physiological studies (9, 10). The genome of this bacterium, as well as those of
Salinivibrio spp. S10B, S34, and S35, have already been published (8, 11); here, we report
the draft genome sequences of the other species or subspecies of this genus, as well
as of 29 new strains isolated from pond water of different salterns located in Spain and
Puerto Rico (Table 1).
The draft genome sequences of the 34 strains were determined using a whole-
genome shotgun strategy (12) with two Illumina sequencing systems, Illumina MiSeq
(2  300-bp paired-end reads) (Swansea University, United Kingdom) and Illumina
HiSeq (2  100-bp paired-end reads) (Macrogen, South Korea). The sequencing depth
ranged between 7- and 100-fold coverage of the entire genome, and the resulting
genome assemblies possessed N50 values between 9,975 and 311,807 bp. All reads
were assembled in a range of 22 to 513 contigs (1,000 bp) using A5-MiSeq (13) and
were used to identify open reading frames (ORFs) and provide a functional annotation
of predicted proteins, rRNAs, and tRNA genes. Genome annotation was performed
using RAST (14).
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The draft genomes were estimated to contain between 3,123,148 and 3,641,359 bp,
with a GC content between 49.2 and 50.9% and a range of 2,898 to 3,404 putative
ORFs (Table 1).
Genes involved in osmoregulation mechanisms included ectoine and hydroxyecto-
ine synthesis genes, transporters for betaine, and other compatible solutes, like proline
and choline. A complete set of genes encoding RecBCD helicase/nuclease and UvrABC
endonuclease holoenzymes were found; these genes are involved in the recombina-
tional repair of DNA double-strand breaks. Enzyme-encoding genes involved in anaer-
obic respiration were found, such as arsenate reductase (asrR) and ﬂavodoxin reductase
(FIR). These halophilic bacteria are widely isolated from aquatic hypersaline environ-
ments and salted food products. Thus, the availability of their genome sequences,
combined with other physiological and biochemical data, will advance our understand-
ing of haloadaptation and other stress defense mechanisms of halophilic bacteria to
extreme conditions.
Accession number(s). The draft genome sequences of the 34 strains of Salinivibrio
have been deposited in DDBJ/ENA/GenBank with accession numbers listed in Table 1.
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